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FIG. 5 
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00364_0548_2509 


571366 
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TATTGTTGATGCTGTAAMaGAAGaAaGGTGTAGtATTnTATGAAGTr 


003G4_0548_2509_D2 


571512 


R 


TGaCAAAGAAnCATTTAAAATATGACCATATTTCATTGTATCTTT 


| 00383_0985_2232 


1487890 


R 


AAGCGAACAGTCAAGTACCACAGTCAGTTGACtTTTACACAAGCGGAT 


00383_0985_2232_D2 


1487769 
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TACAGGTGTTGGTATGCCATTTGCGATTTGTTGCGCTTGGTrAGCCG 


00397_0940_2923 


2611033 


F 


MCATATAMCATCCCCTATCT(W\TTTCCGCTrCCATGTAaCAAAAAAAGC 
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TAGATATCACTTGCGTGFACTGGTAATGCAGGCATGAG 
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TGTATCTCGATTTGGATTAGnGCtTnTGCATGTCATTAGACC 
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CATTAACATCTGCACCAGAAATAGGTCTAATACGATTGC 
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AAACCATGCAGATGCrAACAAAGCrCAAGCATTACCAGAAACr 
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TGTTGCTGCATCATMTTTAATACTACATCATTTAAtTCTTTGG 
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GCAGATGGTGTGACTAACCAAGTTGGTCAAAATGCCCTAAATACAAAAGAT 



